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<110> Gentz, Reiner 

<120> Tumor Necrosis Factor Receptors 6 Alpha and 6 Beta 

<130> PF454P2 

<140> Unassigned 
<141> 2001-08-24 
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<-lS'l > 2 0 01 - 0-7 - 06 
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<151> 2000-03-03 

<150> 60/168,235 
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<150> 60/146,371 
<151> 1999-08-02 

<150> 60/131,964 
<151> 1999-04-30 

<150> 60/131,270 
<151> 1999-04-27 

<150> 60/124,092 
<151> 1999-03-12 

<150> 60/121,774 
<151> 1999-03-04 

<150> 09/006,352 
<151> 1998-01-13 

<150> 60/035,496 
<151> 1997-01-14 

<160> 42 

<170> Patentin Ver. 2.1 

<210> 1 

<211> 1077 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (25) . , (924) 



<400> 1 

gctctccctg ctccagcaag gacc atg agg gcg ctg gag ggg cca ggc ctg 51 

Met Arg Ala Leu Glu Gly Pro Gly Leu 
1 5 

teg ctg ctg tgc ctg gtg ttg gcg ctg cct gcc ctg ctg ccg gtg ccg 99 
Ser Leu Leu Cys Leu Val Leu Ala Leu Pro Ala Leu Leu Pro Val Pro 
10 15 20 25 

get gta cgc gga gtg gca gaa aca ccc acc tac ccc tgg egg gac gea 147 
Ala Val Arg Gly Val Ala Glu Thr Pro Thr Tyr Pro Trp Arg Asp Ala 
30 35 40 

gag aca ggg gag egg ctg gtg tgc gee eag tgc ccc cca ggc ace ttt 195 
Glu Thr Gly Glu Arg Leu Val Cys Ala Gin Cys Pro Pro Gly Thr Phe 
45 50 55 

gtg cag egg ccg tgc cgc cga gac age ccc aeg acg tgt ggc ccg tgt 243 
Val Gin Arg Pro Cys Arg Arg Asp Ser Pro Thr Thr Cys Gly Pro Cys 
60 65 70 

cca ccg cgc cac tac acg cag tte tgg aac tac ctg gag cgc tgc cgc 291 
Pro Pro Arg His Tyr Thr Gin Phe Trp Asn Tyr Leu Glu Arg Cys Arg 
75 80 85 

tac tgc aac gtc etc tgc ggg gag cgt gag gag gag gea egg get tgc 33 9 
Tyr Cys Asn Val Leu Cys Gly Glu Arg Glu Glu Glu Ala Arg Ala Cys 
90 95 100 105 



cac gcc acc cac aac cgt gcc tgc cgc tgc cgc ace ggc ttc tte gcg 387 

His Ala Thr His Asn Arg Ala Cys Arg Cys Arg Thr Gly Phe Phe Ala 

^ 110 115 120 

i ^ 

=P cac get ggt ttc tgc ttg gag cac gea teg tgt cca cct ggt gee ggc 43 5 

Q His Ala Gly Phe Cys Leu Glu His Ala Ser Cys Pro Pro Gly Ala Gly 

125 130 135 

gtg att gcc ccg ggc acc ccc age eag aac acg cag tgc cag ccg tgc 483 

Val lie Ala Pro Gly Thr Pro Ser Gin Asn Thr Gin Cys Gin Pro Cys 

140 145 150 

ccc cca ggc acc ttc tea gee age age tec age tea gag cag tgc eag 531 

Pro Pro Gly Thr Phe Ser Ala Ser Ser Ser Ser Ser Glu Gin Cys Gin 

155 160 165 

ccc cac cgc aac tgc acg gcc ctg ggc ctg gee etc aat gtg cca ggc 579 

Pro His Arg Asn Cys Thr Ala Leu Gly Leu Ala Leu Asn Val Pro Gly 

170 175 180 185 

tet tec tec cat gac ace ctg tgc acc age tgc act ggc ttc ccc etc 627 

Ser Ser Ser His Asp Thr Leu Cys Thr Ser Cys Thr Gly Phe Pro Leu 

190 195 200 

age acc agg gta cca gga get gag gag tgt gag cgt gee gtc ate gac 675 

Ser Thr Arg Val Pro Gly Ala Glu Glu Cys Glu Arg Ala Val lie Asp 

205 210 215 

ttt gtg get ttc eag gac ate tec ate aag agg ctg eag egg ctg ctg 723 

Phe Val Ala Phe Gin Asp lie Ser lie Lys Arg Leu Gin Arg Leu Leu 

220 225 230 



• 



3 



cag gcc etc gag gcc ccg gag ggc tgg ggt ccg aca cca agg gcg ggc 771 
Gin Ala Leu Glu Ala Pro Glu Gly Trp Gly Pro Thr Pro Arg Ala Gly 
235 240 245 

cgc gcg gcc ttg cag ctg aag ctg cgt egg egg etc acg gag etc ctg 819 
Arg Ala Ala Leu Gin Leu Lys Leu Arg Arg Arg Leu Thr Glu Leu Leu 
250 255 260 265 

ggg gcg cag gac ggg gcg ctg ctg gtg egg ctg ctg cag gcg ctg cgc 867 
Gly Ala Gin Asp Gly Ala Leu Leu Val Arg Leu Leu Gin Ala Leu Arg 
270 275 280 

gtg gee agg atg ccc ggg ctg gag egg age gtc cgt gag cgc ttc etc 915 
Val Ala Arg Met Pro Gly Leu Glu Arg Ser Val Arg Glu Arg Phe Leu 
285 290 295 

eet gtg eac tgateetggc ceeetettat ttattetaea tecttggeac 964 
Pro Val His 
300 

cccacttgca ctgaaagagg ctttttttta aatagaagaa atgaggtttc ttaaagetta 1024 
tttttataaa gctttttcat aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaa 1077 



<210> 2 
<211> 300 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Met Arg Ala Leu Glu Gly Pro Gly Leu Ser Leu Leu Cys Leu Val Leu 
15 10 15 

Ala Leu Pro Ala Leu Leu Pro Val Pro Ala Val Arg Gly Val Ala Glu 
20 25 30 

Thr Pro Thr Tyr Pro Trp Arg Asp Ala Glu Thr Gly Glu Arg Leu Val 
35 40 45 

Cys Ala Gin Cys Pro Pro Gly Thr Phe Val Gin Arg Pro Cys Arg Arg 
50 55 60 

Asp Ser Pro Thr Thr Cys Gly Pro Cys Pro Pro Arg His Tyr Thr Gin 
65 70 75 80 

Phe Trp Asn Tyr Leu Glu Arg Cys Arg Tyr Cys Asn Val Leu Cys Gly 
85 90 95 

Glu Arg Glu Glu Glu Ala Arg Ala Cys His Ala Thr His Asn Arg Ala 
100 105 110 

Cys Arg Cys Arg Thr Gly Phe Phe Ala His Ala Gly Phe Cys Leu Glu 
115 120 125 

His Ala Ser Cys Pro Pro Gly Ala Gly Val lie Ala Pro Gly Thr Pro 
130 135 140 



Ser Gin Asn Thr Gin Cys Gin Pro Cys Pro Pro Gly Thr Phe Ser Ala 



4 

145 150 ' 155 160 

Ser Ser Ser Ser Ser Glu Gin Cys Gin Pro His Arg Asn Cys Thr Ala 
165 170 175 

Leu Gly Leu Ala Leu Asn Val Pro Gly Ser -Ser Ser His Asp Thr Leu 
180 185 190 

Cys Thr Ser Cys Thr Gly Phe Pro Leu Ser Thr Arg Val Pro Gly Ala 
195 200 205 

Glu Glu Cys Glu Arg Ala Val lie Asp Phe Val Ala Phe Gin Asp lie 

- -21^0 . 215 ^_22P _ 



y i 



Ser lie Lys Arg Leu Gin Arg Leu Leu Gin Ala Leu Glu Ala Pro Glu 
225 230 235 240 

Gly Trp Gly Pro Thr Pro Arg Ala Gly Arg Ala Ala Leu Gin Leu Lys 
245 250 255 

Leu Arg Arg Arg Leu Thr Glu Leu Leu Gly Ala Gin Asp Gly Ala Leu 
260 265 270 

Leu Val Arg Leu Leu Gin Ala Leu Arg Val Ala Arg Met Pro Gly Leu 
275 280 285 

Glu Arg Ser Val Arg Glu Arg Phe Leu Pro Val His 
290 295 300 



<210> 3 

ry <211> 1667 

^ <212> DNA 

Q <213> Homo sapiens 

^ <220> 

<221> CDS 

<222> (73) . . (582) 

<400> 3 

tggcatgtcg gtcaggcaca gcagggtcct gtgtccgcgc tgagccgcgc tctccctgct 60 

ccagcaagga cc atg agg gcg ctg gag ggg cca ggc ctg teg ctg ctg tgc 111 
Met Arg Ala Leu Glu Gly Pro Gly Leu Ser Leu Leu Cys 
1 5 10 

ctg gtg ttg gcg ctg cct gcc ctg ctg ccg gtg ccg get gta cgc gga 159 
Leu Val Leu Ala Leu Pro Ala Leu Leu Pro Val Pro Ala Val Arg Gly 
15 20 25 

gtg gca gaa aca ccc acc tac ccc tgg egg gae gca gag aca ggg gag 2 07 
Val Ala Glu Thr Pro Thr Tyr Pro Trp Arg Asp Ala Glu Thr Gly Glu 
30 35 40 45 

egg ctg gtg tgc gee eag tgc ccc cca ggc acc ttt gtg cag egg ccg 255 
Arg Leu Val Cys Ala Gin Cys Pro Pro Gly Thr Phe Val Gin Arg Pro 
50 55 60 



tgc cgc cga gac age ccc acg aeg tgt ggc ccg tgt cca ccg cgc cac 



303 



Cys Arg Arg Asp Ser Pro Thr Thr Cys Gly Pro Cys Pro Pro Arg His 
65 70 75 

tac acg cag ttc tgg aac tac ctg gag cgc tgc cgc tac tgc aac gtc 351 
Tyr Thr Gin Phe Trp Asn Tyr Leu Glu Arg Cys Arg Tyr Cys Asn Val 
80 85 90 

etc tgc ggg gag cgt gag gag gag gca egg get tgc cac gcc acc cac 399 
Leu Cys Gly Glu Arg Glu Glu Glu Ala Arg Ala Cys His Ala Thr His 
95 100 105 

aac cgt gcc tgc cgc tgc cgc acc ggc ttc ttc gcg cac get ggt ttc 447 

~ Asn -Arg- -Ala— Gy s— Arg^Cys- -Arg- -Thr_Gly- -Phe_^Ehe. .Ala_ His _^Ala_ Gly_Phe 

110 115 120 125 



tgc ttg gag cac gca teg tgt cca cct ggt gcc ggc gtg att gcc ccg 495 
Cys Leu Glu His Ala Ser Cys Pro Pro Gly Ala Gly Val lie Ala Pro 
130 135 140 

ggt gag age tgg gcg agg gga ggg gcc ccc agg agt ggt ggc egg agg 543 
Gly Glu Ser Trp Ala Arg Gly Gly Ala Pro Arg Ser Gly Gly Arg Arg 
145 150 155 

tgt gge agg ggt cag gtt get ggt ccc age ctt gca ccc tgagctagga 592 
Cys Gly Arg Gly Gin Val Ala Gly Pro Ser Leu Ala Pro 
160 165 170 

eaeeagttce cetgaccctg ttettecete etggetgeag gcaeceeeag ccagaacacg 652 

cagtgecagc egtgcccece aggeaectte teageeagca gctecagctc agagcagtgc 712 

cageeccace gcaactgeae ggeectggge etggecetea atgtgccagg ctcttcctcc 772 

eatgacaeec tgtgeaccag ctgcaetggc ttccccctea gcaccagggt accaggtgag 832 

ccagaggcct gagggggcag cacactgcag gccaggccea ettgtgecet caetcetgcc 892 

cctgcacgtg catctageet gaggeatgee agetggetet gggaagggge caeagtggat 952 

ttgaggggtc aggggteeet eeaetagate eccaeeaagt ctgeeetete aggggtggct 1012 

gagaatttgg atetgageca gggcacagcc tcccctggag agctctggga aagtgggcag 1072 

caatctccta aetgeccgag gggaaggtgg ctggctectc tgacaegggg aaaeegagge 1132 

etgatggtaa ctctcctaac tgcetgagag gaaggtggct gcctcetctg aeatggggaa 1192 

accgaggcee aatgttaace actgttgaga agteaeaggg ggaagtgacc cccttaacat 1252 

caagtcaggt eeggtccatc tgcaggtcce aactcgcccc ttccgatggc eeaggagcec 1312 

caagcccttg eetgggccce cttgectctt gcagccaagg tccgagtggc cgctcctgcc 1372 

ccetaggcet ttgctccagc tctctgaceg aaggctectg cccettctcc agtceeeate 1432 

gttgeaetge cetctccagc acggeteaet gcacagggat ttctctctcc tgcaaaccee 1492 

ccgagtgggg cecagaaage agggtaectg geageceeeg ceagtgtgtg tgggtgaaat 1552 

gateggaccg etgeetcecc aecccaetgc aggagctgag gagtgtgagc gtgccgtcat 1612 



cgactttgtg gctttccagg acatctccat caagaggagc ggctgctgca ggccc 1667 



S 



<210> 4 
<211> 170 
<212> PRT 

<213> Homo sapiens 
<400> 4 

Met Arg Ala Leu Glu Gly Pro Gly Leu Ser Leu Leu Cys Leu Val Leu 
15 10 15 



Ala Leu Pro Ala Leu Leu Pro Val Pro Ala Val Arg Gly Val Ala Glu 
20 25 30 

Thr Pro Thr Tyr Pro Trp Arg Asp Ala Glu Thr Gly Glu Arg Leu Val 
35 40 45 

Cys Ala Gin Cys Pro Pro Gly Thr Phe Val Gin Arg Pro Cys Arg Arg 
50 55 60 

Asp Ser Pro Thr Thr Cys Gly Pro Cys Pro Pro Arg His Tyr Thr Gin 
65 70 75 80 

Phe Trp Asn Tyr Leu Glu Arg Cys Arg Tyr Cys Asn Val Leu Cys Gly 
85 90 95 

Glu Arg Glu Glu Glu Ala Arg Ala Cys His Ala Thr His Asn Arg Ala 
100 105 110 

CO Cys Arg Cys Arg Thr Gly Phe Phe Ala His Ala Gly Phe Cys Leu Glu 

fU 115 120 125 

p His Ala Ser Cys Pro Pro Gly Ala Gly Val He Ala Pro Gly Glu Ser 

130 135 140 

Trp Ala Arg Gly Gly Ala Pro Arg Ser Gly Gly Arg Arg Cys Gly Arg 
145 150 155 160 

Gly Gin Val Ala Gly Pro Ser Leu Ala Pro 
165 170 



<210> 5 
<211> 455 
<212> PRT 

<213> Homo sapiens 
<400> 5 

Met Gly Leu Ser Thr Val Pro Asp Leu Leu Leu Pro Leu Val Leu Leu 
15 10 15 

Glu Leu Leu Val Gly He Tyr Pro Ser Gly Val He Gly Leu Val Pro 
20 25 30 

His Leu Gly Asp Arg Glu Lys Arg Asp Ser Val Cys Pro Gin Gly Lys 
35 40 45 



Tyr lie His Pro Gin Asn Asn Ser lie Cys Cys Thr Lys Cys His Lys 
50 55 60 



Gly Thr Tyr Leu Tyr Asn Asp Cys Pro Gly Pro Gly Gin Asp Thr Asp 
65 70 75 80 

Cys Arg Glu Cys Glu Ser Gly Ser Phe Thr Ala Ser Glu Asn His Leu 
85 90 95 

Arg His Cys Leu Ser Cys Ser Lys Cys Arg Lys Glu Met Gly Gin Val 
100 105 110 

- Glu -ll-e-Ser -Ser- Cys-Thr^Val_Asp--Arg_ Asp _Thr_ yal_Cys i31y_ Cys Arg_ 
115 120 125 

Lys Asn Gin Tyr Arg His Tyr Trp Ser Glu Asn Leu Phe Gin Cys Phe 
130 135 140 

Asn Cys Ser Leu Cys Leu Asn Gly Thr Val His Leu Ser Cys Gin Glu 
145 150 155 160 

Lys Gin Asn Thr Val Cys Thr Cys His Ala Gly Phe Phe Leu Arg Glu 
165 170 175 

Asn Glu Cys Val Ser Cys Ser Asn Cys Lys Lys Ser Leu Glu Cys Thr 
180 185 190 

Lys Leu Cys Leu Pro Gin lie Glu Asn Val Lys Gly Thr Glu Asp Ser 
195 200 205 

Gly Thr Thr Val Leu Leu Pro Leu Val lie Phe Phe Gly Leu Cys Leu 
210 215 220 

Leu Ser Leu Leu Phe lie Gly Leu Met Tyr Arg Tyr Gin Arg Trp Lys 
225 230 235 240 

Ser Lys Leu Tyr Ser lie Val Cys Gly Lys Ser Thr Pro Glu Lys Glu 
245 250 255 

Gly Glu Leu Glu Gly Thr Thr Thr Lys Pro Leu Ala Pro Asn Pro Ser 
260 265 270 

Phe Ser Pro Thr Pro Gly Phe Thr Pro Thr Leu Gly Phe Ser Pro Val 
275 280 285 

Pro Ser Ser Thr Phe Thr Ser Ser Ser Thr Tyr Thr Pro Gly Asp Cys 
290 295 300 

Pro Asn Phe Ala Ala Pro Arg Arg Glu Val Ala Pro Pro Tyr Gin Gly 
305 310 315 320 

Ala Asp Pro lie Leu Ala Thr Ala Leu Ala Ser Asp Pro lie Pro Asn 
325 330 335 

Pro Leu Gin Lys Trp Glu Asp Ser Ala His Lys Pro Gin Ser Leu Asp 
340 345 350 



Thr Asp Asp Pro Ala Thr Leu Tyr Ala Val Val Glu Asn Val Pro Pro 
355 360 365 
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Leu Arg Trp Lys Glu Phe Val Arg Arg Leu Gly Leu Ser Asp His Glu 
370 375 380 

lie Asp Arg Leu Glu Leu Gin Asn Gly Arg Cys Leu Arg Glu Ala Gin 
385 390 395 400 

Tyr Ser Met Leu Ala Thr Trp Arg Arg Arg Thr Pro Arg Arg Glu Ala 
405 410 415 

Thr Leu Glu Leu Leu Gly Arg Val Leu Arg Asp Met Asp Leu Leu Gly 
420 425 430 

- Cys- Leu-Glu Asp -lie „Glu Glu_ Ala. Leu Cys _GlyL Pro _Ala Ala Leu Pro 
435 440 445 

Pro Ala Pro Ser Leu Leu Arg 
450 455 



<210> 6 
<211> 461 
<212> PRT 

<213> Homo sapiens 
<400> 6 

Met Ala Pro Val Ala Val Trp Ala Ala Leu Ala Val Gly Leu Glu Leu 
1 5 10 15 

Trp Ala Ala Ala His Ala Leu Pro Ala Gin Val Ala Phe Thr Pro Tyr 
20 25 30 

Ala Pro Glu Pro Gly Ser Thr Cys Arg Leu Arg Glu Tyr Tyr Asp Gin 
35 40 45 

Thr Ala Gin Met Cys Cys Ser Lys Cys Ser Pro Gly Gin His Ala Lys 
50 55 60 

Val Phe Cys Thr Lys Thr Ser Asp Thr Val Cys Asp Ser Cys Glu Asp 
65 70 75 80 

Ser Thr Tyr Thr Gin Leu Trp Asn Trp Val Pro Glu Cys Leu Ser Cys 
85 90 95 

Gly Ser Arg Cys Ser Ser Asp Gin Val Glu Thr Gin Ala Cys Thr Arg 
100 105 110 

Glu Gin Asn Arg lie Cys Thr Cys Arg Pro Gly Trp Tyr Cys Ala Leu 
115 120 125 

Ser Lys Gin Glu Gly Cys Airg Leu Cys Ala Pro Leu Arg Lys Cys Arg 
130 135 140 

Pro Gly Phe Gly Val Ala Arg Pro Gly Thr Glu Thr Ser Asp Val Val 
145 150 155 160 

Cys Lys Pro Cys Ala Pro Gly Thr Phe Ser Asn Thr Thr Ser Ser Thr 
165 170 175 



Asp lie Cys Arg Pro His Gin lie Cys Asn Val Val Ala lie Pro Gly 
180 185 190 



Asn Ala Ser Arg Asp Ala Val Cys Thr Ser Thr Ser Pro Thr Arg Ser 
195 200 205 

Met Ala Pro Gly Ala Val His Leu Pro Gin Pro Val Ser Thr Arg Ser 
210 215 220 

Gin His Thr Gin Pro Thr Pro Glu Pro Ser Thr Ala Pro Ser Thr Ser 
225 230 235 240 

Phe Leu Leu Pro Met Gly Pro Ser Pro Pro Ala Glu Gly Ser Thr Gly 
245 250 255 

Asp Phe Ala Leu Pro Val Gly Leu lie Val Gly Val Thr Ala Leu Gly 
260 265 270 

Leu Leu lie lie Gly Val Val Asn Cys Val lie Met Thr Gin Val Lys 
275 280 285 

Lys Lys Pro Leu Cys Leu Gin Arg Glu Ala Lys Val Pro His Leu Pro 
290 295 300 

Ala Asp Lys Ala Arg Gly Thr Gin Gly Pro Glu Gin Gin His Leu Leu 
305 310 315 320 

lie Thr Ala Pro Ser Ser Ser Ser Ser Ser Leu Glu Ser Ser Ala Ser 
325- 330 335 

Ala Leu Asp Arg Arg Ala Pro Thr Arg Asn Gin Pro Gin Ala Pro Gly 
340 345 350 

Val Glu Ala Ser Gly Ala Gly Glu Ala Arg Ala Ser Thr Gly Ser Ser 
rU 355 360 365 

fi Asp Ser Ser Pro Gly Gly His Gly Thr Gin Val Asn Val Thr Cys lie 

^ 370 375 380 

Val Asn Val Cys Ser Ser Ser Asp His Ser Ser Gin Cys Ser Ser Gin 
385 390 395 400 

Ala Ser Ser Thr Met Gly Asp Thr Asp Ser Ser Pro Ser Glu Ser Pro 
405 410 415 

Lys Asp Glu Gin Val Pro Phe Ser Lys Glu Glu Cys Ala Phe Arg Ser 
420 425 430 

Gin Leu Glu Thr Pro Glu Thr Leu Leu Gly Ser Thr Glu Glu Lys Pro 
435 440 445 

Leu Pro Leu Gly Val Pro Asp Ala Gly Met Lys Pro Ser 
450 455 460 



<210> 7 
<211> 427 
<212> PRT 

<213> Homo sapiens 
<400> 7 

Met Gly Ala Gly Ala Thr Gly Arg Ala Met Asp Gly Pro Arg Leu Leu 



IC 

15 10 15 

Leu Leu Leu Leu Leu Gly Val Ser Leu Gly Gly Ala Lys Glu Ala Cys 
20 25 30 

Pro Thr Gly Leu Tyr Thr His Ser Gly Glu Cys Cys Lys Ala Cys Asn 
35 40 45 

Leu Gly Glu Gly Val Ala Gin Pro Cys Gly Ala Asn Gin Thr Val Cys 
50 55 60 

Glu Pro Cys Leu Asp Ser Val Thr Phe Ser Asp Val Val Ser Ala Thr 

- 65 1-0 Z5 8.0L 



Glu Pro Cys Lys Pro Cys Thr Glu Cys Val Gly Leu Gin Ser Met Ser 
85 90 95 

Ala Pro Cys Val Glu Ala Asp Asp Ala Val Cys Arg Cys Ala Tyr Gly 
100 105 110 

Tyr Tyr Gin Asp Glu Thr Thr Gly Arg Cys Glu Ala Cys Arg Val Cys 
115 120 125 

yj Glu Ala Gly Ser Gly Leu Val Phe Ser Cys Gin Asp Lys Gin Asn Thr 

Ul 130 135 140 

fli Val Cys Glu Glu Cys Pro Asp Gly Thr Tyr Ser Asp Glu Ala Asn His 

Li 145 150 155 160 



Val Asp Pro Cys Leu Pro Cys Thr Val Cys Glu Asp Thr Glu Arg Gin 
165 170 175 



Leu Arg Glu Cys Thr Arg Trp Ala Asp Ala Glu Cys Glu Glu lie Pro 
£ 180 185 190 



Gly Arg Trp lie Thr Arg Ser Thr Pro Pro Glu Gly Ser Asp Ser Thr 
195 200 205 

Ala Pro Ser Thr Gin Glu Pro Glu Ala Pro Pro Glu Gin Asp Leu lie 
210 215 220 

Ala Ser Thr Val Ala Gly Val Val Thr Thr Val Met Gly Ser Ser Gin 
225 230 235 240 

Pro Val Val Thr Arg Gly Thr Thr Asp Asn Leu lie Pro Val Tyr Cys 
245 250 255 

Ser lie Leu Ala Ala Val Val Val Gly Leu Val Ala Tyr lie Ala Phe 
260 265 270 

Lys Arg Trp Asn Ser Cys Lys Gin Asn Lys Gin Gly Ala Asn Ser Arg 
275 280 285 

Pro Val Asn Gin Thr Pro Pro Pro Glu Gly Glu Lys Leu His Ser Asp 
290 295 300 

Ser Gly lie Ser Val Asp Ser Gin Ser Leu His Asp Gin Gin Pro His 
305 310 315 320 

Thr Gin Thr Ala Ser Gly Gin Ala Leu Lys Gly Asp Gly Gly Leu Tyr 
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325 330 335 

Ser Ser Leu Pro Pro Ala Lys Arg Glu Glu Val Glu Lys Leu Leu Asn 
340 345 350 

Gly Ser Ala Gly Asp Thr Trp Arg His Leu Ala Gly Glu Leu Gly Tyr 
355 360 365 

Gin Pro Glu His lie Asp Ser Phe Thr His Glu Ala Cys Pro Val Arg 
370 375 380 

Ala Leu Leu Ala Ser Trp Ala Thr Gin Asp Ser Ala Thr Leu Asp Ala 
-385 -3 90 395 40.0. 



Leu Leu Ala Ala Leu Arg Arg lie Gin Arg Ala Asp Leu Val Glu Ser 
405 410 415 

Leu Cys Ser Glu Ser Thr Ala Thr Ser Pro Val 
420 425 



<210> 8 
<211> 415 
<212> PRT 

<213> Homo sapiens 
<400> 8 

Met Arg Leu Pro Arg Ala Ser Ser Pro Cys . Gly Leu Ala Trp Gly Pro 
15 10 15 

Leu Leu Leu Gly Leu Ser Gly Leu Leu Val Ala Ser Gin Pro Gin Leu 
20 25 30 

Val Pro Pro Tyr Arg lie Glu Asn Gin Thr Cys Trp Asp Gin Asp Lys 
35 40 45 

Glu Tyr Tyr Glu Pro Met His Asp Val Cys Cys Ser Arg Cys Pro Pro 
50 55 60 

Gly Glu Phe Val Phe Ala Val Cys Ser Arg Ser Gin Asp Thr Val Cys 
65 70 75 80 

Lys Thr Cys Pro His Asn Ser Tyr Asn Glu His Trp Asn His Leu Ser 
85 90 95 

Thr Cys Gin Leu Cys Arg Pro Cys Asp lie Val Leu Gly Phe Glu Glu 
100 105 110 

Val Ala Pro Cys Thr Ser Asp Arg Lys Ala Glu Cys Arg Cys Gin Pro 
115 120 125 

Gly Met Ser Cys Val Tyr Leu Asp Asn Glu Cys Val His Cys Glu Glu 
130 135 140 

Glu Arg Leu Val Leu Cys Gin Pro Gly Thr Glu Ala Glu Val Thr Asp 
145 150 155 160 

Glu lie Met Asp Thr Asp Val Asn Cys Val Pro Cys Lys Pro Gly His 
165 170 175 
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Phe Gin Asn Thr Ser Ser Pro Arg Ala Arg Cys Gin Pro His Thr Arg 
180 185 190 

Cys Glu He Gin Gly Leu Val Glu Ala Ala Pro Gly Thr Ser Tyr Ser 
195 200 205 

Asp Thr He Cys Lys Asn Pro Pro Glu Pro Gly Ala Met Leu Leu Leu 
210 215 220 

Ala He Leu Leu Ser Leu Val Leu Phe Leu Leu Phe Thr Thr Val Leu 
225 230 235 240 

Ala~Cys" Ala~Trp 'Met~ Arg -His- Pro-Ser- Leu- Gys -Arg- Lys- Leu. Gly_ Thr 
245 250 255 

Leu Leu Lys Arg His Pro Glu Gly Glu Glu Ser Pro Pro Cys Pro Ala 
260 265 270 

Pro Arg Ala Asp Pro His Phe Pro Asp Leu Ala Glu Pro Leu Leu Pro 
^ 275 280 285 

S Met Ser Gly Asp Leu Ser Pro Ser Pro Ala Gly Pro Pro Thr Ala Pro 

^ 290 295 300 

UJ 

HI Ser Leu Glu Glu Val Val Leu Gin Gin Gin Ser Pro Leu Val Gin Ala 

%J 305 310 315 320 

ry 

J Arg Glu Leu Glu Ala Glu Pro Gly Glu His Gly Gin Val Ala His Gly 

325 330 335 

2 Ala Asn Gly He His Val Thr Gly Gly Ser Val Thr Val Thr Gly Asn 

^ 340 345 350 

! y 

M He Tyr He Tyr Asn Gly Pro Val Leu Gly Gly Thr Arg Gly Pro Gly 

O 355 360 365 

J™ 

Asp Pro Pro Ala Pro Pro Glu Pro Pro Tyr Pro Thr Pro Glu Glu Gly 
370 375 380 

Ala Pro Gly Pro Ser Glu Leu Ser Thr Pro Tyr Gin Glu Asp Gly Lys 
385 390 395 400 

Ala Trp His Leu Ala Glu Thr Glu Thr Leu Gly Cys Gin Asp Leu 
405 410 415 



<210> 9 

<211> 335 

<212> PRT 

<213> Homo sapiens 

<400> 9 

Met Leu Gly He Trp Thr Leu Leu Pro Leu Val Leu Thr Ser Val Ala 
15 10 15 

Arg Leu Ser Ser Lys Ser Val Asn Ala Gin Val Thr Asp He Asn Ser 
20 25 30 



Lys Gly Leu Glu Leu Arg Lys Thr Val Thr Thr Val Glu Thr Gin Asn 
35 40 45 



Leu Glu Gly Leu His His Asp Gly Gin Phe Cys His Lys Pro Cys Pro 
50 55 60 



Pro Gly Glu Arg Lys Ala Arg Asp Cys Thr Val Asn Gly Asp Glu Pro 
65 70 75 80 

Asp Cys Val Pro Cys Gin Glu Gly Lys Glu Tyr Thr Asp Lys Ala His 
85 90 95 

Phe Ser Ser Lys Cys Arg Arg Cys Arg Leu Cys Asp Glu Gly His Gly 
100 105 110 



Leu Glu Val Glu lie Asn Cys Thr Arg Thr Gin Asn Thr Lys Cys Arg 
115 120 125 

Cys Lys Pro Asn Phe Phe Cys Asn Ser Thr Val Cys Glu His Cys Asp 
130 135 140 

Pro Cys Thr Lys Cys Glu His Gly lie lie Lys Glu Cys Thr Leu Thr 
145 150 155 160 

Ser Asn Thr Lys Cys Lys Glu Glu Gly Ser Arg Ser Asn Leu Gly Trp 
165 170 175 

Leu Cys Leu Leu Leu Leu Pro lie Pro Leu lie Val Trp Val Lys Arg 
180 185 190 

Lys Glu Val Gin Lys Thr Cys Arg Lys His Arg Lys Glu Asn Gin Gly 
195 200 205 

Ser His Glu Ser Pro Thr Leu Asn Pro Glu Thr Val Ala lie Asn Leu 
210 215 220 

Ser Asp Val Asp Leu Ser Lys Tyr lie Thr Thr lie Ala Gly Val Met 
225 230 235 240 

Thr Leu Ser Gin Val Lys Gly Phe Val Arg Lys Asn Gly Val Asn Glu 
245 250 255 

Ala Lys lie Asp Glu lie Lys Asn Asp Asn Val Gin Asp Thr Ala Glu 
260 265 270 

Gin Lys Val Gin Leu Leu Arg Asn Trp His Gin Leu His Gly Lys Lys 
275 280 285 

Glu Ala Tyr Asp Thr Leu lie Lys Asp Leu Lys Lys Ala Asn Leu Cys 
290 295 300 

Thr Leu Ala Glu Lys lie Gin Thr lie lie Leu Lys Asp lie Thr Ser 
305 310 315 320 

Asp Ser Glu Asn Ser Asn Phe Arg Asn Glu lie Gin Ser Leu Val 
325 330 335 



<210> 10 
<211> 260 
<212> PRT 

<213> Homo sapiens 



1X1 
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<400> 10 

Met Ala Arg Pro His Pro Trp Trp Leu Cys Val Leu Gly Thr Leu Val 
/ 1 5 10 15 

Gly Leu Ser Ala Thr Pro Ala Pro Lys Ser Cys Pro Glu Arg His Tyr 
20 25 30 

Trp Ala Gin Gly Lys Leu Cys Cys Gin Met Cys Glu Pro Gly Thr Phe 
35 40 ' 45 

Leu Val Lys Asp Cys Asp Gin His Arg Lys Ala Ala Gin Cys Asp Pro 

50 55 _ -60 

Cys lie Pro Gly Val Ser Phe Ser Pro Asp His His Thr Arg Pro His 
65 70 75 80 

Cys Glu Ser Cys Arg His Cys Asn Ser Gly Leu Leu Val Arg Asn Cys 
85 90 95 

Thr lie Thr Ala Asn Ala Glu Cys Ala Cys Arg Asn Gly Trp Gin Cys 
100 105 110 

Arg Asp Lys Glu Cys Thr Glu Cys Asp Pro Leu Pro Asn Pro Ser Leu 
115 120 125 



Thr Ala Arg Ser Ser Gin Ala Leu Ser Pro His Pro Gin Pro Thr His 
130 135 140 



Leu Pro Tyr Val Ser Glu Met Leu Glu Ala Arg Thr Ala Gly His Met 
145 150 155 160 

yj 

rJ Gin Thr Leu Ala Asp Phe Arg Gin Leu Pro Ala Arg Thr Leu Ser Thr 

^ 165 170 175 

XT 

His Trp Pro Pro Gin Arg Ser Leu Cys Ser Ser Asp Phe lie Arg lie 
180 185 190 

Leu Val lie Phe Ser Gly Met Phe Leu Val Phe Thr Leu Ala Gly Ala 
195 200 205 

Leu Phe Leu His Gin Arg Arg Lys Tyr Arg Ser Asn Lys Gly Glu Ser 
210 215 220 

Pro Val Glu Pro Ala Glu Pro Cys Arg Tyr Ser Cys Pro Arg Glu Glu 
225 230 235 240 

Glu Gly Ser Thr lie Pro lie Gin Glu Asp Tyr Arg Lys Pro Glu Pro 
245 250 255 

Ala Cys Ser Pro 
260 



<210> 11 

<211> 595 

<212> PRT 

<213> Homo sapiens 



<400> 11 



m 



15 

Met Arg Val Leu Leu Ala Ala Leu Gly Leu Leu Phe Leu Gly Ala Leu 
15 10 15 

Arg Ala Phe Pro Gin Asp Arg Pro Phe Glu Asp Thr Cys His Gly Asn 
20 25 30 

Pro Ser His Tyr Tyr Asp Lys Ala Val Arg Arg Cys Cys Tyr Arg Cys 
35 40 45 

Pro Met Gly Leu Phe Pro Thr Gin Gin Cys Pro Gin Arg Pro Thr Asp 
50 55 60 

Cys -Arg -Lys-- Gin -Cy s- -Glu -Pro- Asp-Tyr" -Tyr^- Leu _Asp, Glu_ Ala _A_sp_Arg. 

65 70 75 ' 80 

Cys Thr Ala Cys Val Thr Cys Ser Arg Asp Asp Leu Val Glu Lys Thr 
85 90 95 

Pro Cys Ala Trp Asn Ser Ser Arg Val Cys Glu Cys Arg Pro Gly Met 
_ 100 105 110 

o 

kH Phe Cys Ser Thr Ser Ala Val Asn Ser Cys Ala Arg Cys Phe Phe His 

ifl 115 120 125 

yj 

ifk Ser Val Cys Pro Ala Gly Met lie Val Lys Phe Pro Gly Thr Ala Gin 

130 135 140 



m 

Si 



Lys Asn Thr Val Cys Glu Pro Ala Ser Pro Gly Val Ser Pro Ala Cys 
145 150 155 160 

Ala Ser Pro Glu Asn Cys Lys Glu Pro Ser Ser Gly Thr lie Pro Gin 
165 170 175 

Ala Lys Pro Thr Pro Val Ser Pro Ala Thr Ser Ser Ala Ser Thr Met 
180 185 190 

Pro Val Arg Gly Gly Thr Arg Leu Ala Gin Glu Ala Ala Ser Lys Leu 
195 200 205 

Thr Arg Ala Pro Asp Ser Pro Ser Ser Val Gly Arg Pro Ser Ser Asp 
210 215 220 

Pro Gly Leu Ser Pro Thr Gin Pro Cys Pro Glu Gly Ser Gly Asp Cys 
225 230 235 240 

Arg Lys Gin Cys Glu Pro Asp Tyr Tyr Leu Asp Glu Ala Gly Arg Cys 
245 250 255 

Thr Ala Cys Val Ser Cys Ser Arg Asp Asp Leu Val Glu Lys Thr Pro 
260 265 270 

Cys Ala Trp Asn Ser Ser Arg Thr Cys Glu Cys Arg Pro Gly Met lie 
275 280 285 

Cys Ala Thr Ser Ala Thr Asn Ser Cys Ala Arg Cys Val Pro Tyr Pro 
290 295 300 



lie Cys Ala Ala Glu Thr Val Thr Lys Pro Gin Asp Met Ala Glu Lys 
305 310 315 320 



16 

Asp Thr Thr Phe Glu Ala Pro Pro Leu Gly Thr Gin Pro Asp Cys Asn 
325 330 335 

Pro Thr Pro Glu Asn Gly Glu Ala Pro Ala Ser Thr Ser Pro Thr Gin 
340 345 350 

Ser Leu Leu Val Asp Ser Gin Ala Ser Lys Thr Leu Pro lie Pro Thr 
355 ' 360 365 

Ser Ala Pro Val Ala Leu Ser Ser Thr Gly Lys Pro Val Leu Asp Ala 
370 375 380 

Gly" Pro -Val- Leu-Phe-Trp-Va-1— I-le-Leu-Val- ieu-Val JVal. Val.JVal. Gly_ 
385 390 395 400 

Ser Ser Ala Phe Leu Leu Cys His Arg Arg Ala Cys Arg Lys Arg lie 
405 410 415 

Arg Gin Lys Leu His Leu Cys Tyr Pro Val Gin Thr Ser Gin Pro Lys 
_ 420 425 430 

Leu Glu Leu Val Asp Ser Arg Pro Arg Arg Ser Ser Thr Gin Leu Arg 
435 440 445 

yi Ser Gly Ala Ser Val Thr Glu Pro Val Ala Glu Glu Arg Gly Leu Met 

Zl 450 455 460 



nJ 



Ser Gin Pro Leu Met Glu Thr Cys His Ser Val Gly Ala Ala Tyr Leu 
465 470 475 480 

Glu Ser Leu Pro Leu Gin Asp Ala Ser Pro Ala Gly Gly Pro Ser Ser 
485 490 495 

Pro Arg Asp Leu Pro Glu Pro Arg Val Ser Thr Glu His Thr Asn Asn 
500 505 510 

Lys lie Glu Lys lie Tyr lie Met Lys Ala Asp Thr Val lie Val Gly 
515 520 525 

Thr Val Lys Ala Glu Leu Pro Glu Gly Arg Gly Leu Ala Gly Pro Ala 
530 535 540 

Glu Pro Glu Leu Glu Glu Glu Leu Glu Ala Asp His Thr Pro His Tyr 
545 550 555 560 

Pro Glu Gin Glu Thr Glu Pro Pro Leu Gly Ser Cys Ser Asp Val Met 
565 570 575 

Leu Ser Val Glu Glu Glu Gly Lys Glu Asp Pro Leu Pro Thr Ala Ala 
580 585 590 

Ser Gly Lys 
595 



<210> 12 
<211> 277 
<212> PRT 

<213> Homo sapiens 
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<400> 12 

Met Val Arg Leu Pro Leu Gin Cys Val Leu Trp Gly Cys Leu Leu Thr 
1 5 10 15 

Ala Val His Pro Glu Pro Pro Thr Ala Cys Arg Glu Lys Gin Tyr Leu 
20 25 30 

lie Asn Ser Gin Cys Cys Ser Leu Cys Gin Pro Gly Gin Lys Leu Val 
35 40 45 

Ser Asp Cys Thr Glu Phe Thr Glu Thr Glu Cys Leu Pro Cys Gly Glu 
50 55 60 



Ser Glu Phe Leu Asp Thr Trp Asn Arg Glu Thr His Cys His Gin His 
65 70 75 80 

Lys Tyr Cys Asp Pro Asn Leu Gly Leu Arg Val Gin Gin Lys Gly Thr 
85 90 95 

Ser Glu Thr Asp Thr lie Cys Thr Cys Glu Glu Gly Trp His Cys Thr 
100 105 110 

Ser Glu Ala Cys Glu Ser Cys Val Leu His Arg Ser Cys Ser Pro Gly 
115 120 125 

Phe Gly Val Lys Gin lie Ala Thr Gly Val Ser Asp Thr lie Cys Glu 
130 135 140 

Pro Cys Pro Val Gly Phe Phe Ser Asn Val Ser Ser Ala Phe Glu Lys 
1^ 145 150 155 160 

ffl Cys His Pro Trp Thr Ser Cys Glu Thr Lys Asp Leu Val Val Gin Gin 

fy 165 170 175 

Ala Gly Thr Asn Lys Thr Asp Val Val Cys Gly Pro Gin Asp Arg Leu 
2 180 185 190 

Arg Ala Leu Val Val lie Pro lie lie Phe Gly lie Leu Phe Ala lie 
195 200 205 

Leu Leu Val Leu Val Phe lie Lys Lys Val Ala Lys Lys Pro Thr Asn 
210 215 220 

Lys Ala Pro His Pro Lys Gin Glu Pro Gin Glu lie Asn Phe Pro Asp 
225 230 235 240 

Asp Leu Pro Gly Ser Asn Thr Ala Ala Pro Val Gin Glu Thr Leu His 
245 250 255 

Gly Cys Gin Pro Val Thr Gin Glu Asp Gly Lys Glu Ser Arg lie Ser 
260 265 270 

Val Gin Glu Arg Gin 
275 



<210> 13 

<211> 255 

<212> PRT 

<213> Homo sapiens 
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<400> 13 

Met Gly Asn Ser Cys Tyr Asn lie Val Ala Thr Leu Leu Leu Val Leu 
15 10 15 

Asn Phe Glu Arg Thr Arg Ser Leu Gin Asp Pro Cys Ser Asn Cys Pro 
20 25 30 

Ala Gly Thr Phe Cys Asp Asn Asn Arg Asn Gin lie Cys Ser Pro Cys 
35 40 45 

Pro Pro Asn Ser Phe Ser Ser Ala Gly Gly Gin Arg Thr Cys Asp lie 

5,0 _ _ . 55 60 



Cys Arg Gin Cys Lys Gly Val Phe Arg Thr Arg Lys Glu Cys Ser Ser 
65 70 75 80 

Thr Ser Asn Ala Glu Cys Asp Cys Thr Pro Gly Phe His Cys Leu Gly 
85 90 95 

Ala Gly Cys Ser Met Cys Glu Gin Asp Cys Lys Gin Gly Gin Glu Leu 
100 105 110 

Thr Lys Lys Gly Cys Lys Asp Cys Cys Phe Gly Thr Phe Asn Asp Gin 
115 120 125 

Lys Arg Gly lie Cys Arg Pro Trp Thr Asn Cys Ser Leu Asp Gly Lys 
130 135 140 

Ser Val Leu Val Asn Gly Thr Lys Glu Arg Asp Val Val Cys Gly Pro 
145 150 155 160 

Ser Pro Ala Asp Leu Ser Pro Gly Ala Ser Ser Val Thr Pro Pro Ala 
165 170 175 

Pro Ala Arg Glu Pro Gly His Ser Pro Gin lie lie Ser Phe Phe Leu 
180 185 190 

Ala Leu Thr Ser Thr Ala Leu Leu Phe Leu Leu Phe Phe Leu Thr Leu 
195 200 205 

Arg Phe Ser Val Val Lys Arg Gly Arg Lys Lys Leu Leu Tyr lie Phe 
210 215 220 

Lys Gin Pro Phe Met Arg Pro Val Gin Thr Thr Gin Glu Glu Asp Gly 
225 230 235 240 

Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys Glu Leu 
245 250 255 



<210> 14 

<211> 277 

<212> PRT 

<213> Homo sapiens 



<400> 14 

Met Cys Val Gly Ala Arg Arg Leu Gly Arg Gly Pro Cys Ala Ala Leu 
15 10 15 



Leu Leu Leu Gly Leu Gly Leu Ser Thr Val Thr Gly Leu His Cys Val 
20 25 30 



Gly Asp Thr Tyr Pro Ser Asn Asp Arg Cys Cys His Glu Cys Arg Pro 
35 40 45 

Gly Asn Gly Met Val Ser Arg Cys Ser Arg Ser Gin Asn Thr Val Cys 
50 55 60 

Arg Pro Cys Gly Pro Gly Phe Tyr Asn Asp Val Val Ser Ser Lys Pro 
65 70 75 80 

Cys_ Lys .Pro_Cys_Thr Trp Cys _Asn„Leu _Arg_ Ser _Gly iSer GJLu Arg Lys 
85 90 95 

Gin Leu Cys Thr Ala Thr Gin Asp Thr Val Cys Arg Cys Arg Ala Gly 
100 105 110 

Thr Gin Pro Leu Asp Ser Tyr Lys Pro Gly Val Asp Cys Ala Pro Cys 
115 120 125 

Pro Pro Gly His Phe Ser Pro Gly Asp Asn Gin Ala Cys Lys Pro Trp 
130 135 140 

Thr Asn Cys Thr Leu Ala Gly Lys His Thr Leu Gin Pro Ala Ser Asn 
145 150 155 160 

Ser Ser Asp Ala lie Cys Glu Asp Arg Asp Pro Pro Ala Thr Gin Pro 
165 170 175 

Gin Glu Thr Gin Gly Pro Pro Ala Arg Pro lie Thr Val Gin Pro Thr 
180 185 190 

Glu Ala Trp Pro Arg Thr Ser Gin Gly Pro Ser Thr Arg Pro Val Glu 
195 200 ' 205 

Val Pro Gly Gly Arg Ala Val Ala Ala lie Leu Gly Leu Gly Leu Val 
210 215 220 

Leu Gly Leu Leu Gly Pro Leu Ala lie Leu Leu Ala Leu Tyr Leu Leu 
225 230 235 240 

Arg Arg Asp Gin Arg Leu Pro Pro Asp Ala His Lys Pro Pro Gly Gly 
245 250 255 

Gly Ser Phe Arg Thr Pro lie Gin Glu Glu Gin Ala Asp Ala His Ser 
260 265 270 

Thr Leu Ala Lys lie 
275 



<210> 15 
<211> 349 
<212> PRT 

<213> Homo sapiens 



<400> 15 

Met Lys Ser Val Leu Tyr Leu Tyr lie Leu Phe Leu Ser Cys lie lie 
15 10 15 




20 

lie Asn Gly Arg Asp Ala Ala Pro Tyr Thr Pro Pro Asn Gly Lys Cys 
20 25 30 

Lys Asp Thr Glu Tyr Lys Arg His Asn Leu Cys Cys Leu Ser Cys Pro 
35 40 45 

Pro Gly Thr Tyr Ala Ser Arg Leu Cys Asp Ser Lys Thr Asn Thr Gin 
50 55 60 

Cys Thr Pro Cys Gly Ser Gly Thr Phe Thr Ser Arg Asn Asn His Leu 
65 70 75 80 



Pro Ala Cys Leu Ser Cys Asn Gly Arg Cys Asn Ser Asn Gin Val Glu 
85 90 95 

Thr Arg Ser Cys Asn Thr Thr His Asn Arg lie Cys Glu Cys Ser Pro 
100 105 110 

Gly Tyr Tyr Cys Leu Leu Lys Gly Ser Ser Gly Cys Lys Ala Cys Val 
115 120 125 

Ser Gin Thr Lys Cys Gly lie Gly Tyr Gly Val Ser Gly His Thr Ser 
130 135 140 

Val Gly Asp Val lie Cys Ser Pro Cys Gly Phe Gly Thr Tyr Ser His 
145 150 155 160 

Thr Val Ser Ser Ala Asp Lys Cys Glu Pro Val Pro Asn Asn Thr Phe 
165 170 175 

Asn Tyr lie Asp Val Glu lie Thr Leu Tyr Pro Val Asn Asp Thr Ser 
180 185 190 

Cys Thr Arg Thr Thr Thr Thr Gly Leu Ser Glu Ser lie Leu Thr Ser 
195 200 205 

Glu Leu Thr lie Thr Met Asn His Thr Asp Cys Asn Pro Val Phe Arg 
210 215 220 

Glu Glu Tyr Phe Ser Val Leu Asn Lys Val Ala Thr Ser Gly Phe Phe 
225 230 235 240 

Thr Gly Glu Asn Arg Tyr Gin Asn lie Ser Lys Val Cys Thr Leu Asn 
245 250 255 

Phe Glu lie Lys Cys Asn Asn Lys Gly Ser Ser Phe Lys Gin Leu Thr 
260 265 270 

Lys Ala Lys Asn Asp Asp Gly Met Met Ser His Ser Glu Thr Val Thr 
275 280 285 

Leu Ala Gly Asp Cys Leu Ser Ser Val Asp lie Tyr lie Leu Tyr Ser 
290 295 300 

Asn Thr Asn Ala Gin Asp Tyr Glu Thr Asp Thr lie Ser Tyr Arg Val 
305 310 315 320 



Gly Asn Val Leu Asp Asp Asp Ser His Met Pro Gly Ser Cys Asn lie 
325 330 335 



21 



His Lys Pro lie Thr Asn Ser Lys Pro Thr Arg Phe Leu 
340 345 



<210> 16 
<211> 355 
<212> PRT 

<213> Homo sapiens 
<400> 16 

Met Lys Ser Tyr lie Leu Leu Leu Leu Leu Ser Cys lie lie lie lie 

1 5 ID ^ 15 _ 



Asn Ser Asp lie Thr Pro His Glu Pro Ser Asn Gly Lys Cys Lys Asp 
20 25 30 

Asn Glu Tyr Lys Arg His His Leu Cys Cys Leu Ser Cys Pro Pro Gly 
35 40 45 

Thr Tyr Ala Ser Arg Leu Cys Asp Ser Lys Thr Asn Thr Asn Thr Gin 
50 55 60 

Cys Thr Pro Cys Ala Ser Asp Thr Phe Thr Ser Arg Asn Asn His Leu 
65 70 75 80 

Pro Ala Cys Leu Ser Cys Asn Gly Arg Cys Asp Ser Asn Gin Val Glu 
85 90 95 

Thr Arg Ser Cys Asn Thr Thr His Asn Arg lie Cys Asp Cys Ala Pro 
100 105 110 

Gly Tyr Tyr Cys Phe Leu Lys Gly Ser Ser Gly Cys Lys Ala Cys Val 
115 120 125 

Ser Gin Thr Lys Cys Gly lie Gly Tyr Gly Val Ser Gly His Thr Pro 
130 135 140 

Thr Gly Asp Val Val Cys Ser Pro Cys Gly Leu Gly Thr Tyr Ser His 
145 150 155 160 

Thr Val Ser Ser Val Asp Lys Cys Glu Pro Val Pro Ser Asn Thr Phe 
165 170 175 

Asn Tyr lie Asp Val Glu lie Asn Leu Tyr Pro Val Asn Asp Thr Ser 
180 185 190 

Cys Thr Arg Thr Thr Thr Thr Gly Leu Ser Glu Ser lie Ser Thr Ser 
195 200 205 

Glu Leu Thr lie Thr Met Asn His Lys Asp Cys Asp Pro Val Phe Arg 
210 215 220 

Asn Gly Tyr Phe Ser Val Leu Asn Glu Val Ala Thr Ser Gly Phe Phe 
225 230 235 240 

Thr Gly Gin Asn Arg Tyr Gin Asn lie Ser Lys Val Cys Thr Leu Asn 
245 250 255 



Phe Glu lie Lys Cys Asn Asn Lys Asp Ser Tyr Ser Ser Ser Lys Gin 



22 

260 265 270 

Leu Thr Lys Thr Lys Asn Asp Asp Asp Ser lie Met Pro His Ser Glu 
275 280 285 



Ser Val Thr Leu Val Gly Asp Cys Leu Ser Ser Val Asp lie Tyr lie 

290 295 300 . 

Leu Tyr Ser Asn Thr Asn Thr Gin Asp Tyr Glu Thr Asp Thr lie Ser 

305 310 315 320 



Tyr His Val Gly Asn Val Leu Asp Val Asp Ser His Met Pro Gly Arg 

3.2.5 3 3 0 335 

Cys Asp Thr His Lys Leu lie Thr Asn Ser Asn Ser Gin Tyr Pro Thr 
340 345 350 



His Phe Leu 
355 



m 



<210> 17 

<211> 499 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> mis cofeature 
<222> (20) 

<223> n equals a, t, g, or c 
<220> 

<221> misc_feature 
<222> (41) 

<223> n equals a, t, g, or c 
<220> 

<221> misc_feature 
<222> (160) . . (161) 
<223> n equals a, t, g, or c 



<220> 

<221> misc_feature 
<222> (164) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_feature 
<222> (181) 

<223> n equals a, t, g, or c 
<220> 

<221> misc_feature 
<222> (205) 

<223> n equals a, t, g, or c 
<220> 

<221> misc_feature 
<222> (207) 

<223> n equals a, t, g, or c 



<220> 

<221> inisc_f eature 
<222> (212) 

<223> n equals a, t, g, or c 



<220> 

<221> inisc_f eature 
<222> (231) 

<223> n equals a, t, g, or c 
<220> 

<221> jT\isc_f eature. 
<222> (248) 
<223> n equals a, t, g, or c 



<220> 

<221> inisc_f eature 
<222> (277) 

<223> n equals a, g, or c 



mi sc_f eature 
(322) 

n equals a, t, g, or c 
<220> 

<221> misc_f eature 
<222> (330) 

<223> n equals a, t, g, or c 



<220> 
<221> 
<222> 
<223> 



m <220> 

<221> misc_f eature 

<222> (353) 
ZT <223> n equals a, t, g, or c 

<220> 

<221> inisc_f eature 
<222> (372) 

<223> n equals a, t, g, or c 
<220> 

<221> inisc_f eature 
<222> (378) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_feature 
<222> (391) 

<223> n equals a, t, g, or c 
<220> 

<221> inisc_f eature 
<222> (394) 

<223> n equals a, t, g, or c 
<220> 

<221> misc_f eature 
<222> (402) 

<223> n equals a, t, g, or c 



<220> 

<221> inisc_f eature 
<222> (407) 

<223> n equals a, t, g, or c 
<220> 

<221> misc_feature 
<222> (421) 

<223> n equals a, t, g, or c 
<220> 

<221->- misc^f eature - _ _ _ — ^ 

<222> (437) . . (438) 

<223> n equals a, t, g, or c 

<220> 

<221> misc_f eature 
<222> (446) 

<223> n equals a, t, g, or c 
<220> 

<221> misc_f eature 
<222> (460) 

<223> n equals a, t, g, or c 
<220> 

<221> misc__f eature 
<222> (466) 

<223> n equals a, t, g, or c 
<220> 

<221> misc_feature 
<222> (474) 

<223> n equals a, t, g, or c 
<220> 

<221> inisc_f eature 
<222> (482) . . (484) 
<223> n equals a, t, g, or c 

<220> 

<221> inisc_f eature 
<222> (486) 

<223> n equals a, t, g, or c 
<220> 

<221> inisc_f eature 
<222> (496) 

<223> n equals a, t, g, or c 
<400> 17 

ggcacgagca gggtcctgtn tccgccctga gccgcgctct ncctgctcca gcaaggacca 60 
tgagggcgct ggaggggcca ggcctgtcgc tgctgtgcct ggtgttggcg ctgcctgccc 120 
tgctgccggt gccggctgta cgcggagtgg cagaaacacn nacntacccc tggcgggacg 180 
nagagacagg ggagcggctg gtgtntnccc antgcccccc aggcaccttt ntgcagcggc 240 
cgtgccgncg agacagcccc acgacgtgtg gcccgtntcc accgcgccac tacacgcatt 300 
ctggaactac ctggagcgct gncgttactn caacgtcctc tgcggggagc gtnaggagga 360 
ggcacgggtt tnccacgnca accacaaccg nggnttaccg tngccgnacc ggtttcttcg 420 
nggcaagttg gtttttnntt tggagnaagg attcgtgttn caattnattg acgnagtgat 480 



5:2 



i £5 



25 

tnnncncggg aaactnaaa 499 



<210> 18 

<211> 191 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> inisc_f eature 
<222> (42) 

<223> n equals a, t, g, or c 



<220> 

<221> misc_f eature 
<222> (106) 

<22 3> n equals a, t, g, or c 
<220> 

<221> misc_f eature 
<222> (125) 

<223> n equals a, t, g, or c 
<220> 

<221> misc_feature 
<222> (188) 

<223> n equals a, t, g, or c 
<400> 18 

cgcaactgca cggccctggg actggccctc aatgtgccag gntcttcctc ccatgacacc 60 
ctgtgcacca gctgcactgg cttccccctc agcaccaggg taccangagc tgaggagtgt 12 0 
gagcntgccg tcatcgactt tttggctttc caggacatct ccatcaagag gctgcagcgg 180 
ctgctcangc c ' 191 



<210> 19 
<211> 26 
<212> DNA 

<213> Artificial sequence 
<220> 

<22 3> TNFR-6 alpha forTvard primer containing Nco I restriction site 
<400> 19 

cgcccatggc agaaacaccc acctac 2 6 



<210> 20 
<211> 26 
<212> DNA 

<213> Artificial sequence 



<220> 

<223> TNFR-6 alpha reverse primer containing Hind III restriction site 
<400> 20 

cgcaagcttc tctttcagtg caagtg 26 



<210> 21 




<211> 28 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> TNFR-6 beta reverse primer 

<400> 21 

cgcaagcttc tcctcagctc ctgcagtg 




26 



containing Hind III restriction site 

28 



<210> 22 

^211:> 36 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> TNFR-6 alpha and TNFR-6 beta forward primer containing Bam HI 
restriction site 

<400> 22 

cgcggatccg ccatcatgag ggcgtggagg ggccag 3 6 



<210> 23 

<211> 26 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> TNFR-6 alpha reverse primer containing Asp 718 restriction site 

<400> 23 

cgcggtaccc tctttcagtg caagtg 2 6 



<210> 24 
<211> 28 
<212> DNA 

<213> Artificial sequence 
<220> 

<223> TNFR-6 beta reverse primer containing Asp 718 restriction site 
<400> 24 

cgcggtaccc tcctcagctc ctgcagtg 28 



<210> 25 

<211> 33 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> TNFR-6 alpha forward primer 



<400> 25 

agacccaagc ttcctgctcc agcaaggacc atg 



33 




27 

<210> 26 
<211> 50 
<212> DNA 

<213> Artificial sequence 
<220> 

<223> TNFR-6 alpha reverse primer 
<400> 26 

agacgggatc cttagtggtg gtggtggtgg tgcacaggga ggaagcgctc 50. 



<210>„27 

<211> 733 
<212> DNA 
<213> Homo sapiens 



<400> 27 

gggatccgga 

aattcgaggg 

tctcccggac 

tcaagttcaa 

aggagcagta 

ggctgaatgg 

agaaaaccat 

catcccggga 

atccaagcga 

ccacgcctcc 

acaagagcag 

acaaccacta 

gactctagag 



gcccaaatct 
tgcaccgtca 
tcctgaggtc 
ctggtacgtg 
caacagcacg 
caaggagtac 
ctccaaagcc 
tgagctgacc 
catcgccgtg 
cgtgctggac 
gtggcagcag 
cacgcagaag 
gat 



tctgacaaaa 
gtcttcctct 
acatgcgtgg 
gacggcgtgg 
taccgtgtgg 
aagtgcaagg 
aaagggcagc 
aagaaccagg 
gagtgggaga 
tccgacggct 
gggaacgtct 
agcctctccc 



ctcacacatg 
tccccccaaa 
tggtggacgt 
aggtgcataa 
tcagcgtcct 
tctccaacaa 
cccgagaacc 
tcagcctgac 
gcaatgggca 
ccttcttcct 
tctcatgctc 
tgtctccggg 



cccaccgtgc 
acccaaggac 
aagccacgaa 
tgccaagaca 
caccgtcctg 
agccctccca 
acaggtgtac 
ctgcctggtc 
gccggagaac 
ctacagcaag 
cgtgatgcat 
taaatgagtg 



ccagcacctg 
accctcatga 
gaccctgagg 
aagccgcggg 
caccaggact 
acccccatcg 
accctgcccc 
aaaggcttct 
aactacaaga 
ctcaccgtgg 
gaggctctgc 
cgacggccgc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

733 



<210> 28 

<211> 1796 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> intron 
<222> 425-560 

<220> 

<221> intron 
<222> 756-1512 



<400> 28 

atgagggcgc 

ctgctgccgg 

gcagagacag 

ccgtgccgcc 

ttctggaact 

gaggcacggg 

gcgcacgctg 

ccgggtgaga 

ggtcaggttg 

ttcttccctc 

aggcaccttc 

ggccctgggc 

ctgcactggc 

cacactgcag 



tggaggggcc 
tgccggctgt 
gggagcggct 
gagacagccc 
acctrgagcg 
cttgccacgc 
gtttctgctt 
gctgggcgag 
ctggtcccag 
ctggctgcag 
tcagccagca 
ctggccctca 
ttccccctca 
gccaggccca 



aggcctgtcg 
acgcggagtg 
ggtgtgcgcc 
cacgacgtgt 
ctgccgctac 
cacccacaac 
ggagcacgca 
gggaggggcc 
ccttgcaccc 
gcacccccag 
gctccagctc 
atgtgccagg 
gcaccagggt 
cttgtgccct 



ctgctgtgcc 
gcagaaacac 
cagtgccccc 
ggcccgtgtc 
tgcaacgtcc 
cgtgcctgcc 
tcgtgtccac 
cccaggagtg 
tgagctagga 
ccagaacacg 
agagcagtgc 
ctcttcctcc 
accaggtgag 
cactcctgcc 



tggtgttggc 
ccacctaccc 
caggcacctt 
caccgcgcca 
tctgcgggga 
gctgccgcac 
ctggtgccgg 
gtggccggag 
caccagttcc 
cagtgccagc 
cagccccacc 
catgacaccc 
ccagaggcct 
cctgcacgtg 



gctgcctgcc 
ctggcgggac 
tgtgcagcgg 
ctacacgcag 
gcgtgaggag 
cggcttcttc 
cgtgattgcc 
gtgtggcagg 
cctgaccctg 
cgtgcccccc 
gcaactgcac 
tgtgcaccag 
gagggggcag 
catctagcct 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 



gaggcatgcc 
ccactagatc 
gggcacagcc 
gggaaggtgg 
tgcctgagag 
actgttgaga 
tgcaggtccc 
cttgcctctt 
tctctgaccg 
acggctcact 
agggtacctg 
accccactgc 
acatctccat 
g'tcfcgacacc 
agctcctggg 
ccaggatgcc 



agctggctct 
cccaccaagt 
tcccctgggg 
ctggctcctc 
gaaggtggct 
agtcacaggg 
aactcgcccc 
gcagccaagg 
aaggctcctg 
gcacagggat 
gcagcccccg 
aggagctgag 
caagaggctg 
a ag ggc gggc " 
ggcgcaggac 
cgggctggag 



gggaaggggc 
ctgccctctc 
agctctggga 
tgacacgggg 
gcctcctctg 
ggaagtgacc 
ttccgatggc 
tccgagtggc 
cccct tctcc 
ttctctctcc 
ccagtgtgtg 
gagtgtgagc 
cagcggctgc 
cgcgcggcct^ 
ggggcgctgc 
cggagcgtcc 



28 

cacagtggat 

aggggtggct 

aagtgggcag 
aaaccgaggc 
acatggggaa 
cccttaacat 
ccaggagccc 
cgctcctgcc 
agtccccatc 
tgcaaacccc 
tgggtgaaat 
gtgccgtcat 
tgcaggccct 
" tfgca~gc tgaa" 
tggtgcggct 
gtgagcgctt 



ttgaggggtc 
gagaatttgg 
caatctccta 
ctgatggtaa 
accgaggccc 
caagtcaggt 
caagcccttg 
ccctaggcct 
gttgcactgc 
ccgagtgggg 
gatcggaccg 
cgactttgtg 
cgaggccccg 
gctgcgtcgg 
gctgcaggcg 
cctccctgtg 



aggggtccct 
atctgagcca 
actgcccgag 
ctctcctaac 
aatgttaacc 
ccggtccatc 
cctgggcccc 
ttgctccagc 
cctctccagc 
cccagaaagc 
ctgcctcccc 
gctttccagg 
gagggctggg 
cggctcacgg 
ctgcgcgtgg 
cactga 



900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1796 



53 



<210> 29 
<211> 17 
<212> PRT 

<213> Homo Sapiens 
<220> 

<221> SIGNAL 
<222> (1) . . (22) 

<223> stanniocalcin signal sequence 



m 



<400> 29 

Met Leu Gin Asn Ser Ala Val Leu Leu Leu Leu Val lie Ser Ala Ser 
15 10 15 

Ala 



<210> 30 
<211> 22 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> SIGNAL 
<222> (1) . . (22) 

<223> consensus signal sequence 
<400> 30 

Met Pro Thr Trp Ala Trp Trp Leu Phe Leu Val Leu Leu Leu Ala Leu 
15 10 15 

Trp Ala Pro Ala Arg Gly 
20 



<210> 31 
<211> 283 
<212> PRT 

<213> Homo sapiens 



<400> 31 

Met Glu Pro Pro Gly Asp Trp Gly Pro Pro Pro Trp Arg Ser Thr Pro 
15 10 15 




29 

Arg Thr Asp Val Leu Arg Leu Val Leu Tyr Leu Thr Phe Leu Gly Ala 
20 25 30 

Pro Cys Tyr Ala Pro Ala Leu Pro Ser Cys Lys Glu Asp Glu Tyr Pro 
35 40 45 

Val Gly Ser Glu Cys Cys Pro Lys Cys Ser Pro Gly Tyr Arg Val Lys 
50 55 60 

Glu Ala Cys Gly Glu Leu Thr Gly Thr Val Cys Glu Pro Cys Pro Pro 
65 70 75 80 



Gly Thr Tyr lie Ala His Leu Asn Gly Leu Ser Lys Cys Leu Gln_Cys 

~ 85' - - - " 90 ^ ■ ~ " ~ "9^ 



Gin Met Cys Asp Pro Ala Met Gly Leu Arg Ala Ser Arg Asn Cys Ser 
100 105 110 

Arg Thr Glu Asn Ala Val Cys Gly Cys Ser Pro Gly His Phe Cys lie 
115 120 125 

Val Gin Asp Gly Asp His Cys Ala Ala Cys Arg Ala Tyr Ala Thr Ser 
130 135 140 

Ser Pro Gly Gin Arg Val Gin Lys Gly Gly Thr Glu Ser Gin Asp Thr 
145 150 155 160 

Leu Cys Gin Asn Cys Pro Pro Gly Thr Phe Ser Pro Asn Gly Thr Leu 
165 170 175 

Glu Glu Cys Gin His Gin Thr Lys Cys Ser Trp Leu Val Thr Lys Ala 
180 185 190 

Gly Ala Gly Thr Ser Ser Ser His Trp Val Trp Trp Phe Leu Ser Gly 
195 200 205 

Ser Leu Val lie Val lie Val Cys Ser Thr Val Gly Leu lie lie Cys 
210 215 220 

Val Lys Arg Arg Lys Pro Arg Gly Asp Val Val Lys Val lie Val Ser 
225 230 235 240 

Val Gin Arg Lys Arg Gin Glu Ala Glu Gly Glu Ala Thr Val lie Glu 
245 250 255 

Ala Leu Gin Ala Pro Pro Asp Val Thr Thr Val Ala Val Glu Glu Thr 
260 265 270 

lie Pro Ser Phe Thr Gly Arg Ser Pro Asn His 
275 280 

<210> 32 
<211> 903 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Mammalian synthetic TNFR-6 alpha 



<400> 32 



atgagggcgc 
ctgctgccgg 
gctgaaacag 
ccttgtaggc 
ttttggaact 
gaagcaaggg 
gctcatgctg 
cctggtacac 
tctagctcca 
ctgaacgtgc 
ctctctaccc 
ttccaggata 
ggctggggtc 
-cteactgaac- 
agggtggcaa 
tga 



tggaggggcc 
tgccggctgt 
gagaaaggct 
gcgattctcc 
atctcgagcg 
cttgtcatgc 
gattttgtct 
cctctcagaa 
gctctgaaca 
ctggttcctc 
gcgtgcctgg 
tctctatcaa* 
ccacaccaag 
■^tcctgggagc" 
ggatgcctgg 



aggcctgtcg 
acgcggagtg 
ggtgtgtgct 
tacgacgtgt 
ctgtaggtat 
aacacacaac 
ggaacacgct 
cacccaatgc 
atgccaacct 
ctcccatgat 
cgctgaagag 
aaggctgcaa 
ggctggcagg 
tcaagatgga' 
actggagcgc 



30 

ctgctgtgcc 

gctgaaacac 

cagtgtcctc 

ggcccttgcc 

tgcaacgtgc 

agggcatgta 

tcttgtcctc 

cagccctgtc 

caccgcaatt 

actctgtgta 

tgcgaacgcg 

cgcctgctgc 

gctgcactgc 

gc t c t gc t gg~ 

tctgtgaggg 



tggtgttggc 
ctacatatcc 
ctggaacatt 
ctcctaggca 
tctgtggaga 
ggtgtcgcac 
ctggtgctgg 
ctcctggcac 
gtacagctct 
caagctgtac 
ctgtgatcga 
aagctctgga 
aactgaagct 
tgaggctgct 
aacgcttcct 



gctgcctgcc 
atggagagat 
tgtgcaaagg 
ctatacacag 
aagggaagag 
aggcttcttt 
agtgatcgct 
cttctctgca 
gggactggct 
tggctttcct 
ctttgtggcc 
agctcctgag 
tcgcaggagg 
gcaagctctg 
gcctgtgcac 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

7 80_ 

840 

900 

903 



<210> 33 
<211> 1550 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Codon optimized TNFR-6 alpha 



ly 



<400> 33 

atgagggcgc 

ctgctgccgg 

gctgaaacag 

ccttgtaggc 

ttttggaact 

gaagcaaggg 

gctcatgctg 

cctggtacac 

tctagctcca 

ctgaacgtgc 

ctctctaccc 

tggaggggcc 

tgccggctgt 

gtgaaagact 

gagattctcc 

acctggaaag 

cttgtcatgc 

gtttttgttt 

cttctcaaaa 

cttctgaaca 

caggttcttc 

gagttccagg 

tttctattaa 

caactccaag 

tgttgggtgc 

gaatgcctgg 



tggaggggcc 
tgccggctgt 
gagaaaggct 
gcgattctcc 
atctcgagcg 
cttgtcatgc 
gattttgtct 
cctctcagaa 
gctctgaaca 
ctggttcctc 
gcgtgcctgg 
aggcctgtcg 
acgcggagtt 
ggtttgtgct 
aactacttgt 
atgtagatac 
tactcataac 
ggaacatgct 
cactcaatgt 
atgtcaacca 
ttctcatgat 
tgctgaagaa 
gagactgcaa 
agctggtaga 
tcaagatggt 
tttggaaaga 



aggcctgtcg 
acgcggagtg 
ggtgtgtgct 
tacgacgtgt 
ctgtaggtat 
aacacacaac 
ggaacacgct 
cacccaatgc 
atgccaacct 
ctcccatgat 
cgctgaagag 
ctgctgtgcc 
gctgaaacac 
caatgtccac 
ggtccatgtc 
tgtaacgttc 
agagcttgta 
tcttgtccac 
cagccatgtc 
catagaaact 
actttgtgta 
tgtgaaagag 
agactgctgc 
gctgctttgc 
gctttgttgg 
tctgttagag 



ctgctgtgcc 
gctgaaacac 
cagtgtcctc 
ggcccttgcc 
tgcaacgtgc 
agggcatgta 
tcttgtcctc 
cagccctgtc 
caccgcaatt 
actctgtgta 
tgcgaacgcg 
tggtgttggc 
caacutaccc 
caggtacttt 
caccaagaca 
tttgtggtga 
gatgtagaac 
ctggtgctgg 
caccaggtac 
gtactgcttt 
cttcttgtac 
ctgttattga 
aagctctgga 
aattgaagtt 
ttagattgtt 
aaagattttt 



tggtgttggc 
ctacatatcc 
ctggaacatt 
ctcctaggca 
tctgtggaga 
ggtgtcgcac 
ctggtgctgg 
ctcctggcac 
gtacagctct 
caagctgtac 
ctgtgatcga 
gctgcctgcc 
atggagagat 
tgttcaaaga 
ttacactcaa 
aagagaagaa 
tggttttttt 
tgttattgct 
tttttctgct 
gggtctggct 
tggttttcct 
ttttgttgct 
agctccagaa 
gagaagaaga 
gcaagctttg 
gccagttcac 



gctgcctgcc 
atggagagat 
tgtgcaaagg 
ctatacacag 
aagggaagag 
aggcttcttt 
agtgatcgct 
cttctctgca 
gggactggct 
tggctttcct 
atgagggcgc 
ctgctgccgg 
gctgaaactg 
ccatgtagaa 
ttttggaact 
gaagctagag 
gctcatgctg 
cctggtactc 
tcttcttctt 
ttgaatgttc 
ttgtctacta 
tttcaagata 
ggttggggtc 
ttgacagaat 
agagttgcta 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1550 



<210> 34 
<211> 25 
<212> DNA 

<213> Artificial Sequence 



<220> 



31 

<223> Forward TNF- gamma -bet a primer useful for amplifying nucleotides 
encoding amino acids 86-114 of TNF -gamma -beta protein Mammalian 
synthetic TNFR-6 alpha 

<400> 34 

cacctcttag agcagacgga gataa 25 



<210> 35 
<211> 24 
<212> DNA 

<213> Artificial Sequence 



J ^22.0> . 

<223> Reverse TNF-gamma-beta primer useful for amplifying nucleotides 
encoding amino acids 86-114 of TNF-gamma-beta protein 

<400> 35 

ttaaagtgct gtgtgggagt ttgt 24 

B <210> 36 

:|5 <211> 25 

<212> DNA 

iTl <213> Artificial Sequence 

^5 <220> 

2z <223> Probe that hybridizes to TNF-gamma-beta cDNA 

SI <400> 36 

5 ccaagggcac acctgacagt tgtga 2 5 

S <210> 37 

m <211> 26 

<212> DNA 

<213> Artificial Sequence 
H <220> 

<223> Forward TNF -gamma -alpha primer useful for amplifying nucleotides 
encoding amino acids 7-37 of TNF -gamma -alpha protein 

<400> 37 

caaagtctac agtttcccaa tgagaa 2 6 

<210> 38 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Forward TNF -gamma -alpha primer useful for amplifying nucleotides 
encoding amino acids 7-37 of TNF -gamma -alpha protein 

<400> 38 

gggaactgat ttttaaagtg ctgtgt 26 



<210> 39 

<211> 34 

<212> DNA 

<213> Artificial 



Sequence 



m # 



32 



<220> 

<223> Probe that hybridizes to TNF -gamma -alpha cDNA 
<400> 39 

tcctctttct tgtctttcca gttgtgagac aaac 

<210> 40 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Forward TNF - gamma- a lpha_E> rimer 



<400> 40 

gcaaagtcta cagtttccca atgagaaaat taatcc 

<210> 41 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Forward TNF -gamma -bet a primer 
<400> 41 

atggccgagg atctgggact gage 

<210> 42 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Reverse TNF -gamma -alpha /bet a primer 



<400> 42 

ctatagtaag aaggctccaa agaaggtttt atcttc 



